Transcriptome analysis of leg muscles in fast and slow growth Bian chickens.
Chicken is popular among consumers in the market, but the mechanism for regulating its growth is still unclear. In this experiment, two groups of Bian chickens of different body weights at 16 weeks of age were studied. The leg muscles were taken for transcriptome sequencing after slaughter. In the differential gene screening, all the genes obtained by sequencing the fast and slow growth groups were screened by Fold Change ≥2 and False Discovery Rate (FDR) <0.05, and 108 differentially expressed genes were obtained. The slow growth group has 17 up-regulated genes and 91 down-regulated genes compared with the fast growing group. Significance analysis of differentially expressed genes in gene ontology (GO) enrichment indicates that there are 65, 16 and 6 significantly enriched entries in the three main categories of biological processes, cellular components and molecular functions (P-value <0.05), respectively. Pathway enrichment analysis yielded three significantly enriched signal pathways: Adrenergic signaling in cardiomyocytes, Cardiac muscle contraction and Tight junction. The experiment would contribute to reveal the molecular mechanism of chicken growth and provide a theoretical basis for improving the performance of Bian chicken.